ABSTRACT The complete genome sequence of Morganella morganii DG56-16 was sequenced. This strain was isolated from the liver of a dead crocodile lizard (Shinisaurus crocodilurus). The genome size was 3.9 Mb, with a GϩC content of 50.9%.
regularly interspaced short palindromic repeat (CRISPR) sequences were identified by CRISPRFinder. For gene function, DIAMOND version 0.9.16 (13) , with an E value of Յ1eϪ5, was used for alignment against databases, and the item with highest score was selected. The databases included GO, KEGG, COG (14) , NR, Pfam, TCDB (15) , and Swiss-Prot. Default parameters were used in all softwares.
The total number of PacBio reads was 179,195, with an N 50 read length of 9,194 bp. A total of 1,633 Mb was obtained by Illumina sequencing. Finally, the genome of M. morganii DG56-16 was assembled into a circular chromosome (3,902,034 bp), with 50.9% GϩC content. The genome coverage of PacBio was ϳ368ϫ. The annotation results showed that 3,817 coding genes and 124 noncoding RNAs were included. In addition, 11 GIs, 5 prophage sequences, 147 interspersed repeat sequences, and 125 tandem repeat sequences were found. However, no CRISPRs were found.
Data availability. The raw and assembled sequences of M. morganii DG56-16 have been deposited in GenBank under accession number CP032295, BioProject number PRJNA490253, and SRA number SRP162219. 
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